Matrix-assisted laser desorption ionization-time of flight mass spectrometry (MALDI-TOF MS) has emerged as a rapid, highly accurate, and cost-effective method for routine identification of a wide range of microorganisms. We carried out a side by side comparative evaluation of the performance of Bruker Biotyper versus VITEK MS for identification of a large and diverse collection of microorganisms. Most difficult and/or unusual microorganisms, as well as commonly encountered microorganisms were selected, including Gram-positive and negative bacteria, mycobacteria, actinomycetes, yeasts and filamentous fungi. Six hundred forty two strains representing 159 genera and 441 species from clinical specimens previously identified at the Laboratoire de santé publique du Québec (LSPQ) by reference methods were retrospectively chosen for the study. They included 254 Gram-positive bacteria, 167 Gram-negative bacteria, 109 mycobacteria and aerobic actinomycetes and 112 yeasts and moulds. MALDI-TOF MS analyses were performed on both systems according to the manufacturer's instructions. Of the 642 strains tested, the name of the genus and / or species of 572 strains were referenced in the Bruker database while 406 were present in the VITEK MS IVD database. The Biotyper correctly identified 494 (86.4%) of the strains, while the VITEK MS correctly identified 362 (92.3%) of the strains (excluding 14 mycobacteria that were not tested). Of the 70 strains not present in the Bruker database at the species level, the Biotyper correctly identified 10 (14.3%) to the genus level and 2 (2.9%) to the complex/group level. For 52 (74.2%) strains, we obtained no identification, and an incorrect identification was given for 6 (8.6%) strains. Of the 178 strains not present in the VITEK MS IVD database at the species level (excluding 71 untested mycobacteria and actinomycetes), the VITEK MS correctly identified 12 (6.8%) of the strains each to the genus and to the complex/group level. For 97 (54.5%) strains, no identification was given and for 69 (38.7%) strains, an incorrect identification was obtained. Our study demonstrates that both systems gave a high level (above 85%) of correct identification for a wide range of PLOS ONE |
Introduction
Identification of microorganisms in a clinical microbiology laboratory provides definitive knowledge about the cause of infection and plays a critical role in patient management and choice of antimicrobial treatment. Traditionally, the identification of bacteria and fungi in clinical laboratories has relied on phenotypic methods, such as growth on selective and non-selective media, morphology of colonies, Gram-stain, microscopic morphology and typical biochemical reactions, using multiple automated and/or manual testing methods [1] . These methods are laborious, time consuming and require a relatively long turn-around time. In addition, unusual and difficult-to-identify organisms encountered in the clinical laboratory may need to be sent to a reference laboratory for ultimate identification, often obtained by DNA sequencing.
Matrix-assisted laser desorption ionization-time of flight mass spectrometry (MALDI-TOF MS) has emerged as a rapid, highly accurate, and cost-effective method for routine identification of a wide range of microorganisms [2, 3] . The technology is now widespread, as readily evidenced by the ever increasing number of publications describing the use of this method for identifying clinical isolates of microorganisms [4] . In North America, there are two commercially available MALDI-TOF MS systems for microbial identification, the Bruker Biotyper (Bruker Daltonics) and the VITEK MS TM PLUS (bioMérieux) (hereinafter named VITEK MS).
A small number of studies have simultaneously evaluated the performance of multiple MAL-DI-TOF MS systems and found them comparable for the identification of a variety of aerobic and anaerobic bacteria and yeast [5] . The majority of MALDI-TOF MS evaluation study designs target the identification of common microorganisms routinely identified in clinical laboratories. To our knowledge, only one study has evaluated the accuracy of both VITEK MS and Bruker Biotyper for the identification of the most difficult and/or unusual microorganisms [6] . The authors found no significant difference in the number of organisms identified to the genus level, species level, unidentified or misidentified by the two MALDI-TOF MS systems. Despite having evaluated an extensive clinical collection of microorganisms the most difficult and/or unusual microorganisms, the vast majority of genus and species were present in both software databases, except for filamentous fungi.
In the current study, we carried out a side by side comparative evaluation of the performance of Bruker Biotyper versus VITEK MS for identification of a large and diverse collection of microorganisms. Most difficult to identify and/or unusual microorganisms, as well as commonly encountered microorganisms were selected, including Gram-positive and -negative bacteria, mycobacteria, actinomycetes, yeasts and filamentous fungi. The first objective of our study was to evaluate the performance of microorganism identification of both systems in comparison with methods used in a Public Health Reference Laboratory. The second objective was to evaluate the response of both systems for the identification of microorganisms which are not present in the software database.
Materials and Methods

Source and Type of Microorganisms Tested
The Laboratoire de santé publique du Québec (LSPQ) is the reference microbiology laboratory for the identification of microorganisms received from clinical laboratories in the province of Quebec. Microorganism identification is part of the mandate of the LSPQ, so no ethical approval was needed for this study. Six hundred forty two strains representing 159 genera and 441 species from clinical specimens previously identified at the LSPQ were retrospectively chosen for the study. They include 254 Gram-positive bacteria, 167 Gram-negative bacteria, 109 mycobacteria and aerobic actinomycetes and 112 yeasts and mould. All microorganisms were previously identified according to LSPQ reference methods: 16S rRNA [7] or tuf gene sequencing for Gram-positive bacteria, 16S rRNA, rpoB [8] or cpn60 gene [9] sequencing for Gramnegative bacteria, conventional biochemical testing for Enterobacteriaceae [10] , 16S rRNA or hsp65 gene sequencing [11] for mycobacteria and actinomycetes and ribosomal DNA (ITS / D1D2 regions) [12, 13] or beta tubulin gene (benA) [14, 15] sequencing for yeast and fungi. All microorganisms were identified at the LSPQ from 2009 to 2013. Strains were stored at -80°C and subcultured on the appropriate culture media to obtain sufficient growth.
MALDI-TOF MS Identification with Bruker Biotyper
Depending on the microorganism, different identification protocols were used according to the manufacturer's instructions. For bacteria and yeasts up to three different extraction procedures were used. The "direct colony extraction technique" by which the microbes are directly applied as a thin film on a spot of the target slide (a reusable 96 wells stainless steel target slide, Bruker Daltonics), allowed to dry at room temperature, followed by the addition of 1 μl of HCCA matrix onto each sample spot dried at room temperature prior to MS analysis. The "on slide formic acid extraction" technique consisted of the addition of 1 μl of 70% formic acid directly onto the dried bacterial or yeast spot that was dried once more prior to adding the HCCA matrix.
The "in tube formic acid extraction" technique was performed by adding one or two colonies to a microcentrifuge tube containing 300 μl of HPLC grade deionized water. The suspension was mixed thoroughly by pipetting, and 900 μl of absolute ethanol was further added and mixed thoroughly again. After a centrifugation of 2 minutes at 13 000 rpm, the supernatant was discarded and 50 μl of 70% formic acid was added to the pellet and vortexed. Fifty μl of 100% acetonitrile was added and mixed, followed by a 2 minute centrifugation at 13 000 rpm. One μl of the supernatant was added to the target slide and dried at room temperature. One μl of the HCCA matrix was applied on the sample spot and dried at room temperature.
For mycobacteria and aerobic actinomycetes, the inactivation extraction method was performed as follows. A loopful of microorganisms from a solid culture medium (Middelbrook 7H10 for mycobacteria and Sabouraud agar for aerobic actinomycetes) was added to 300 μl of HPLC grade deionized water into an Eppendorf tube. The solution was inactivated by heat for 30 minutes at 100°C. After a centrifugation of 2 minutes at 13 000 rpm, the supernatant was discarded and 300 μl of HPLC grade deionized water was added. Then, 900 μl of absolute ethanol was added and vortexed thoroughly. After centrifugation of 2 minutes at 13 000 rpm, the supernatant was discarded and 500 μl of HPLC grade deionized water was added and vortexed in order to completely suspend the pellet. After centrifugation of 2 minutes at 13 000 rpm, the supernatant was discarded and 50 μl of HPLC grade deionized water was added and vortexed. The solution was heated for 10 minutes at 95°C. Once the solution had cooled down, 1200 μl of pre-cooled (-20°C) absolute ethanol was added. Since the previous steps were performed in a containment level 3 laboratory, viability tests for the Mycobacterium tuberculosis (MTB) complex isolates were assessed by plating the crude extract to ensure the cells had all been inactivated before proceeding to MS identification. The extracts were stored at (-20°C) during 6 weeks required for the completion of the viability tests. Once confirmed as inactivated, the extracts were centrifuged for 2 minutes at 13 000 rpm, the supernatant was discarded and the pellet was completely air dried. Fifty μl of 100% acetonitrile and 0.5 mm Zirconia / Silica beads (BioSpec Products) were added and vortexed at maximum speed for 1 minute. The extract was supplemented with 50 μl of 70% formic acid and vortexed for 5 seconds. The suspension was centrifuged for 2 minutes at 13 000 rpm. One μl of the supernatant was added to the target slide and dried at room temperature. One μl of the HCCA matrix was applied on the sample spot and dried at room temperature.
For moulds, the cultivation procedure was performed as follows. From sufficient growth on a Sabouraud agar plate, a Sabouraud liquid media tube was inoculated with a few well isolated colonies and closed tightly. Tubes were placed into a rotator to shake over head. After 24-48h of growth in the rotator, the tube was placed in a standing rack for 10 minutes to let the fungal culture settle at the bottom of the tube. Then, 1.5 ml of sedimented fraction was harvested and transferred into an Eppendorf tube. The tube was centrifuged for 2 minutes at 13 000 rpm and the supernatant discarded. One ml of HPLC grade deionized water was added to the pellet and vortexed for one minute. The tube was centrifuged for 2 minutes at 13 000 rpm and the supernatant was discarded. The pellet was washed one more time with water. The pellet was suspended in 300 μl of HPLC grade deionized water and 900 μl of absolute ethanol, and vortexed. The tube was centrifuged for 2 minutes at 13 000 rpm, the supernatant was discarded and the pellet was allowed to completely dry. Seventy percent formic acid was added proportionally to the size of the pellet. The same amount of 100% acetonitrile was added and mixed. The tube was centrifuged for 2 minutes at 13 000 rpm. One μl of the supernatant was added to the target slide and dried at room temperature. One μl of the HCCA matrix was applied to the sample spot and dried at room temperature.
Each microorganism tested was spotted twice on the same target slide. Measurement was performed on a MALDI Biotyper using the manufacturer's suggested settings using automated collecting spectra. Captured spectra were analyzed using MALDI Biotyper automation control and Bruker Biotyper 3.1 software containing the library number 3995. For each run, a standard (bacterial test standard, Bruker Daltonics) was included to calibrate the instrument and validate the run. Identification criteria were used as recommended by the manufacturer: a score of 2.000 indicated species level identification, a score between 1.700 and 1.999 indicated identification to the genus level and a score <1.700 was interpreted as no identification. For bacteria, if a good identification was not obtained with the direct colony technique, subsequent deposit was done with the on slide formic acid extraction technique, followed by the in tube formic acid extraction technique.
MALDI-TOF MS Identification with bioMérieux VITEK MS
According to the manufacturer's instructions, different protocols were used depending on the microorganism. For bacteria and yeast, the direct colony technique consisted of applying the microbe as a thin film on a spot of the target slide (disposable 48 wells target slide, bioMérieux) and allowed to visibly dried at room temperature. Subsequently, 1 μl of CHCA matrix was applied on each sample spot and dry at room temperature. The on slide formic acid extraction technique consisted of adding 0.5 μl of 25% formic acid on the bacterial or yeast spot and allowing it to completely dry before the addition of the CHCA matrix.
For mycobacteria and actinomycetes, the inactivated method was performed as follows. Two-thirds of a 10 μl calibrated loop of microorganisms from a solid culture media was added to 50 μl of trifluoroacetic acid (Sigma-Aldrich) and vortexed. After 30 minutes at room temperature, 450 μl of HPLC grade deionized water was added to the tube and vortexed. Since the previous steps were performed in a containment level 3 laboratory for the MTB complex, viability testing was performed by plating the solution to ensure that all the cells were inactivated before proceeding to identification. During the viability test, the solution was stored at -20°C. Once inactivation was confirmed, the solution was centrifuged for 2 minutes at 10 000 rpm. One μl of the supernatant was added to the target slide and dried at room temperature. One μl of the CHCA matrix was applied on the sample spot and dried at room temperature.
For moulds, the cultivation procedure was performed as follows. From sufficient growth on a Sabouraud dextrose agar plate, a wet swab was used to swab 1 cm 2 on the periphery of the plate and suspended in API suspension medium. Nine hundred μl of absolute ethanol was added and vortexed. The tube was then centrifuged for 2 minutes at 10 000 rpm and the supernatant was discarded. Forty μl of 70% formic acid was added to the pellet and vortexed. Forty μl 100% acetonitrile was added and vortexed. The tube was centrifuged for 2 minutes at 10 000 rpm. One μl of the supernatant was added to the target slide and dried at room temperature. One μl of the CHCA matrix was applied on the sample spot and dried at room temperature. Each microorganism tested was deposited twice on the same target slide. Measurement was performed on a VITEK MS using the manufacturer's suggested settings using automated collecting spectra. Captured spectra were analyzed using VITEK MS automation control and Myla software that included IVD database version 2.0. The VITEK MS target slide consists of 48 sample spots divided into three acquisition groups. For each acquisition group, a standard (E. coli ATCC 8739) was included to calibrate the instrument and validate the run. The identification criteria used were those as recommended by the manufacturer: a score of 60% indicated species level identification. Obtaining a single genus, regardless of the confidence value, was considered an acceptable genus level of identification. If a split identification containing multiple genera, identification was considered unacceptable and considered unidentified. If no identification was provided, the isolate was considered unidentified. For bacteria, if a good identification was not obtained with the direct colony technique, subsequent deposit was done with the on slide formic acid extraction technique.
Settings of the Study and Discrepancy Analysis
Side by side evaluation was performed on site at the LSPQ from February 2013 to April 2013. Standard training on both MS platforms was provided by manufacturers to the technical team. The same culture plates of each microorganism were used for both systems testing. The same technician performed all the manipulation for bacteria, yeasts and moulds, and a different technician for mycobacteria and actinomycetes. Data were analyzed as follows: LSPQ reference identification was considered as the gold standard. If a discrepancy occurred between Biotyper or VITEK MS and LSPQ identification, MALDI-TOF MS identification was repeated. If a discrepancy occurred between both Biotyper and VITEK and LSPQ identification, LSPQ identification was repeated, according to reference methods mentioned above, only if Biotyper and VITEK MS gave the same results. If there was a discrepancy between the results of the repeated spot on the same technology, only the correct identification (if there was one) was considered. Correct identification was accepted to the species, genus or complex/group level. High score identification (2.000 or 60%) to a species which was different from the LSPQ identification was considered as wrong identification, even if it was the correct genus. Bad or no spectra acquisition still obtained after one repeat was considered as no identification.
Statistical Analysis
Data were compared by Chi-square test or Bhapkar test [16] with a significance level of p<0.05. Statistical analysis was performed using Statistix version 7.1 (Analytical Software, Tallahassee, FL, USA) and SAS version 9.4 (SAS Canada, Toronto, ON).
Results
Identification when the Microorganism Is Present in the Databases
Of the 642 strains tested, 572 were referenced in the Bruker database while 406 were referenced in the VITEK MS IVD database. Of this number, 14 mycobacteria strains belonging to the MTB complex could not be tested with VITEK MS as we found that the inactivation protocol provided by bioMérieux at the time of the study was not functional and the strains were still viable. Of the 572 strains present in the Bruker database, the Biotyper correctly identified 494 (86.4%) strains: 371 (75.1%) strains to species level, 102 (20.6%) to the genus level and 21 (4.3%) to the complex/group level. For 57 (10%) strains, no identification was obtained and 21 (3.6%) strains were misidentified (Tables 1 and 2 , S1 and S2 Tables). Among these incorrect identifications, 15 failed to species level and 6 to genus level (Table 3) . Of the 392 strains present in the VITEK MS IVD database (excluding the 14 mycobacteria that were not tested), the VITEK MS correctly identified 362 (92.3%) strains: 319 (88.1%) strains to species level, 33 (9.1%) to the genus level and 10 (2.8%) to the complex/group level. For 20 (5.1%) strains, no identification was obtained and for 10 (2.6%) strains, an incorrect identification was provided (Tables 1 and 4 , S1 and S3 Tables). Among these incorrect identifications, there were 3 incorrect identifications to species level and 7 to genus level (Table 3) . No statistically significant differences between the two systems were found upon comparison of the identification performance for the 380 strains present in both databases (Bhapkar value of 1.61, p = 0.4470) ( Table 1) .
For filamentous fungi, only 17 out of 71 strains tested were present in both dataset, but twice as much accounted for in Bruker database with 43 strains compared with 20 strains for VITEK MS IVD database. Overall Biotyper allowed the identification of 50.7% of the strains tested for that group of microorganism, as opposed to only 15.5% for VITEK MS. When present in their respective database, identification with Biotyper system yielded higher percentage of identification (to species, genus or complex) with 76.7% vs 50% correct identification on VITEK MS platform. Only one misidentification on the VITEK MS system (to the species level, see Table 3 ) was obtained when the filamentous fungus was initially present in the manufacturer's database, and there was no misidentification for the Biotyper.
For yeast, slightly more of the 41 strains tested were present in Bruker database (35 strains) compared to VITEK IVD (30 strains). Overall performance of both systems was similar with 70.7% of yeast correctly identified to species, genus or complex level. That performance increased to 93.3% of correct identification for VITEK MS and to 82.9% for Biotyper when only the strains present in the manufacturer's database were evaluated.
Identification for Microorganisms Not Present in the Databases
Of the 642 strains tested, 70 were not referenced in the Bruker database at the species level while 249 were not in the VITEK MS IVD database used. Of this number, 71 mycobacteria and actinomycetes strains could not be tested with VITEK MS since the bioMérieux protocol failed to inactivate the strains. Of the 70 strains not present in the Bruker database at the species level, the Biotyper correctly identified 10 (14.3%) to the genus level and 2 (2.9%) to the complex/group level. For 52 (74.2%) strains, we obtained no identification and for 6 (8.6%) strains, an incorrect identification given (Table 5) . Among those misidentifications, 2 were incorrect identification to the species level and 4 to the genus level. Of the 178 strains not present in the VITEK MS IVD database at the species level (excluding the 71 untested mycobacteria and actinomycetes), the VITEK MS correctly identified 12 (6.8%) of the strains each to the genus and to the complex/group level. For 97 (54.5%) strains, no identification was given and for 69 (38.7%) strains, an incorrect identification was obtained (Table 6 ). Among these incorrect 
Impact of Protocols on Identification Performance
More than one extraction protocol can be used for bacterial identification. Among the bacteria analysed with each MALDI-TOF MS platform, a correct identification was obtained with the (Table 7) . We found that bacteria that needed formic acid extraction were Gram-positive isolates with mucoid or dry textured colonies.
Discussion
Only a few studies (two in Europe and one in USA) have published side by side evaluations comparing the performance of both systems on an extensive collection of various microorganisms [17] [18] [19] . These studies showed more than 90% overall species identification. Three groups also compared both systems specifically for the identification of yeasts [20] [21] [22] . Our study is the first performed in Canada, and also the first to include all varieties of microorganisms such as bacteria, mycobacteria, yeast and filamentous fungi. We obtained comparable results in our study, taking into account the correct identification to species, genus and complex/group combined. The findings of our study demonstrate that Bruker Biotyper and VITEK MS perform comparably for identification when the microorganism is present in the database. Analysed separately, the rate of correct identification to species, genus and complex/group for each microorganism's category is similar for both systems, except for mycobacteria, actinomycetes and filamentous fungi. Bruker Biotyper was found to be superior for the identification of filamentous fungi with the current manufacturer's database, with more strains accounted for in Bruker database, and fewer misidentifications obtained. However, VITEK MS correctly identified more mycobacteria and aerobic actinomycetes to species level compared to genus level identification for Bruker Biotyper. Some authors previously suggested that the score for the correct identification to species level of 2 for Biotyper could be lowered to 1.9 [23] or to 1.7 [24] . In our study, if the cut off used for species identification was 1.7, the ratio of correct mycobacteria and actinomycetes identifications to species obtained with the Bruker Biotyper system would have been comparable to VITEK MS. However, a large number of mycobacteria and actinomycetes strains have not been tested with VITEK MS since the inactivation protocol provided by bioMérieux at the time of the study was not functional and the strains were still viable after processing. This could have influenced the accurate comparison of both systems since a large number of strains tested only with the Bruker Biotyper system gave no identification. bioMérieux has since released (in August 2013) a new protocol for the inactivation of mycobacteria and actinomycetes. Other groups have suggested that the score for the correct identification to species level of 2 could be also lowered for other microorganisms such as certain species of Staphylococcus, Streptococcus, Candida, and dermatophytes [25] [26] [27] . Our results do not support these findings since species identification of these three genera were excellent with the actual cut off value, excepted for filamentous fungi. As the LSPQ is the microbiology reference laboratory for the identification of microorganisms received from clinical laboratories in the province of Quebec, we possess a large collection of rare and unusual microorganisms. According to our knowledge, this study is the first to test the accuracy of identification of microorganisms not present in MALDI-TOF MS databases. For these microorganisms, the expected answer would have been no identification, or if a representative genus of the unknown strain was present, a correct identification to genus or complex/group. For this part of the study, VITEK MS gave significantly more misidentification than the Bruker Biotyper system. We recognize however that for more strains tested the name of the genus and / or species were not present in the VITEK MS IVD database compared to the Bruker database, since the RUO database was the only one available at the time of the study. This reflects the fact that the Bruker database contained more genus and species than the VITEK MS IVD database at the time of the evaluation. However, another database is available with the VITEK MS system (Saramis) which is an open database contained more species that the IVD database and which was not evaluated in this study. Consequently, the size and quality of the database are essential to accuracy and instrument performance. For Bruker Biotyper system, the four misidentifications to the genus level were four strains of Shigella identified as E. coli. The limitation of identification for some microorganisms are well known and transparently mentioned by the manufacturer. The only two other misidentifications by the Bruker Biotyper system were two strains of Mycobacterium goodii identified as Mycobacterium wolinskyi. Comparison of Both MALDI-TOF Technology in a Public Health Laboratory 
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Comparison of Both MALDI-TOF Technology in a Public Health Laboratory This two species share similar biochemical and growth characteristics and are both closely related to M. smegmatis [28] . VITEK MS gave a worrying number of misidentifications when the microorganism was not in the database, particularly for Gram-positive cocci and rods, non-fermentative Gram-negative rods and filamentous fungi. Nearly half of the misidentifications were to the species level, the remaining misidentifications being most problematic, except for the Shigella strains which are a known limitation of the system. In addition, some misidentifications to the genus are from the opposite Gram stain, reinforcing the fact that Gram staining and morphology examination should still be maintained in an identification algorithm comprising MALDI-TOF MS. Six out of nine non tuberculous mycobacteria (NTM) were wrongly identified at the species or the genus level. The fact that 3 NTM were considered as members of the M. tuberculosis complex, even with low confidence, may poses a problem in patient management treatment. However, the protocol used at the time of the study could also have influenced these misidentifications. Misidentification of filamentous fungi with VITEK MS appears particularly problematic, with 12 misidentifications which were given an incorrect yeast genus.
Authors in other MALDI-TOF MS evaluation studies have previously reported the use of a formic acid-based protein extraction using a bacterial lysis step or the use of formic acid directly on the bacterial smear before matrix application to be needed, mainly for Gram-positive bacteria. This was mainly reported in studies using the Bruker Biotyper system [29] [30] [31] [32] [33] . We observed that formic acid extraction methods, both on slide or in tube, were used significantly more to obtain accurate identification with the Bruker Biotyper system than the VITEK MS system. This is an important issue since repeating the identification with the formic acid extraction method, particularly with the in tube protocol, could delay the time of results. As shown by Dubois et al, the use of the VITEK MS system generated a low frequency of unusable spectra without formic acid use that is compatible and convenient for routine practice [34] . Deak et al. reported that Bruker Biotyper system was extremely sensitive to the amount of organism applied to the target plate, and over-application often resulted in low confidence scores or no identification, particularly for yeasts [35] . They also reported that in contrast, VITEK MS produces accurate results for yeast with high percent confidence levels for species identification done through formic acid extraction performed directly on the target plate. According to our experience, the use of a prior formic acid extraction step, otherwise than recommended by the manufacturer protocols, should be used with Gram-positive isolates with mucoid or dry textured colonies for MALDI TOF MS identification.
Conclusions
In conclusion, our study demonstrates that both systems gave a high level (above 85%) of correct identification for a wide range of microorganisms. However, VITEK MS gave more misidentification when the microorganism analysed was not present in the database, compared to Bruker Biotyper. This should be taken into account for the utilisation of this technology alone for microorganism identification in a public health laboratory, where isolates received are often difficult to identify and/or unusual microorganisms. Both systems allow the user to add his own spectra in order to build his own database (for VITEK MS it is in a separate database called SARAMIS). In a public health reference laboratory, validation of a species that increasing database content should allow to raise the identification power of MALDI-TOF MS.
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